Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.018; wR factor = 0.041; data-to-parameter ratio = 17.7.
Experimental
Crystal data (C 6 Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 2001 ); cell refinement: SAINT (Bruker, 2002) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) and PLATON (Spek, 2003) ; software used to prepare material for publication: SHELXTL.
SA is thankful to Quaid-i-Azam University, Islamabad, Pakistan, for financial support.
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: YA2069). Fig. 2 ).
Structure Reports Online

Experimental
The 4-methyl-1-piperidine carbodithioic acid (3.0 g, 17.1 mmol) and tin tetrachloride pentahydrate (5.99 g, 17.1 mmol) were added to 100 ml of dry methanol in round bottom flask and stirred for 6 h. The resulting clear solution was evaporated at room temperature. Colourless crystals of the title compound were obtained after recrystallization in chlorofom and n-hexane (1:1). Yield: 64%. m.p. 228°C.
Refinement
H atoms bonded to C1-C3 were included in riding motion approximation in calculated positions with C-H distances of 0.99 Å and U iso 1.2 times those of the parent atoms; those bonded to C4 and N1 were located in a difference Fourier map and refined isotropically with U iso 1.2 times those of the parent atoms (C4 -H distances 0.93 (2) and 0.95 (3) Å and N1 -H 0.84 (3) and 0.88 (3) Å).
Figures Fig. 1 . Structure of (I) with displacement ellipsoids drawn at the 50% probability level. The unlabelled atoms of the 4-methylpiperidinium cation are symmetry related (symmetry code x, y, -z). The unlabelled Cl atoms are symmetry related to Cl1 (symmetry code -x, 2 -y, -z) and Cl2 (symmetry codes -x, 2 -y, -z; -x, 2 -y, z; x, y, -z). 
Bis(4-methylpiperidinium) hexachloridostannate
Crystal data (C 6 Primary atom site location: structure-invariant direct methods Extinction correction: none 
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